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SEQUENCE LISTING 



^f>v. ^n^Millennium Pharmaceuticals, Inc. 
Meyers, Rachel 

<120> 27419, A NOVEL HUMAN ARG INI NE - N - METHYL 
TRANSFERASE AND USES THEREOF 



<130> 38155-20039.00 

<140> US 09/970,638 
<141> 2001-10-03 

<150> US 60/237,717 
<151> 2000-10-05 

<160> 9 

<170> FastSEQ for Windows Version 4.0 

<210> 1 

<211> 1201 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 

<222> (34)... (USD 

<400> 1 a „ at a tea cag ccc aag aaa aga 

attgaattta gcggccgcga attcgccctt aag atg teg ^g ^ ^ ^ Arg 

1 5 

S £ S 2 5 5 5 5 K S 5 S5 1 S = = 

10 15 

^ enr eta qaa cga ccc egg agg act 

n: s % s ss s - s s s 9 «; « » - «■ - 

25 30 

_ f-o.. aaa tqc tac teg gac gtt teg 

aag egg gaa egg gae cag ctg tac tac g g ^ ^ ^ Val s 
Lys Arg Glu Arg Asp Gin Leu Tyr Tyr ^ 55 
40 45 

. cc - c acc gat gee tac cgc 
gtc cac gag gag atg ate gcg gac cgc g £ ^ ^ Tyr Arg 
Val His Glu Glu Met He Ala Asp Arg v a 7Q 
60 " 

ctg ggt .« C« C 99 ,,C «. J- «. S -J « S ?" S 

Leu Gly He Leu Arg Asm Trp Ala w 85 
75 

K - K S 35 S S5 S Z2 2 S - * «, 2 K 



54 



102 



150 



198 



246 



294 



342 



90 



95 



100 



5 E 3 5 « * H £ 2 E 2 E E 3 2 2 

105 110 

gcc egg gag gtg gtg egg ttc aac ggg ctg 9£ 9£ egg gtg cac gtc 
Ala Arg Glu Val Val Arg Phe Asn Gly Leu Glu Asp Arg va 

125 Ijw 

2 2 5 E 2 2 £ £ 2 2 2 2 2 « 5 - 

140 145 

£ 2 2 2 5 2 5 - S 2 2 E 2 2 2 2 

155 160 

2 2 £ 2 2 S S 2 2 3 2 2 2 2 S £ 
2 2 2 K 2 E 2 2 2 £ 2 2 £ = 5 2 

190 

2 2 2 3 S 2 5 £ 3 = 2 2 2 2 2 £ 

205 

g 2 5 2 2 2 2 2 5 £ 2 2 S £ £ 2 

220 225 

E 2 2 S £ £ 2 2 5 2 2 5 2 5 2 2 
E S 2 2 S £ S 2 £ 2 £ £ £ 2 5 2 
H 2 2 2 2 E 5 SS 5 £ £ 3 £ £ - 

265 270 275 

tat ggc teg gcg ccc atg cat ggc ttt gcc ate tgg ttc cag gtg acc 
Tyr Gly Ser Ala Pro Met His Gly Phe Ala lie Trp Pne ^ 

280 2fcib 

ttc cct gga ggg gag teg gag aaa ccc ctg gtg ctg tec acc teg cct 
Phe Pro Gly Gly Glu Ser Glu Lys Pro Leu Val Leu T*r 
300 305 

ttt cac ccg gcc act cac tgg aaa cag gcg etc etc tac ctg aac gag 
Phe His Pro Ala Thr His Trp Lys Gin Ala Leu Leu Tyr Leu * 
315 320 



390 



438 



486 



534 



582 



630 



678 



726 



774 



822 



870 



918 



966 



1014 



2 



s a S S SS = 5 1 5 « S 5 a S 2 2 
2 s 2 S = 2 2 S 5 2 5 g 2 2 5 £ 

345 350 3 

aaa gtg 99 a gac cag gag gag aag acc aaa gac ttt gcc atg gjg gjc 
Lys Val Gly Asp Gin Glu Glu Lys Thr Lys Asp pne ^ 
360 365 

tga gcgttgccaa gggcgaattc gtttaaacct gcaggactag 



<210> 2 
<211> 375 
<212> PRT 

<213> Homo sapiens 



« »r Gin Pro Lys Lys Arg ^ "» «" «* ° ly ?/ ° 1 " 

oly Gly Glu Gly Thr Glu Glu Glu Asp Gly Ala Glu Arg Glu Ala Ala 
Leu Glu Arg Pro Arg Arg Thr Lys Arg Glu Arg Asp Gin Leu Tyr Tyr 
Glu Cys Tyr ser Asp val ser Z. His Glu Glu Mat Ila Ala Asp Arg 
v,l Arg Thr Asp Al, Tyr Arg Leu Gly Ila Leu Arg Asn Trp Ala Ala 
Leu Arg Gly Lys Thr 111 Lau Asp val Gly Al. Gly Thr Gly II. Lau 
sar !la Phe cys Ala Gin Ala Gly Ala Arg Arg Val Tyr Al, val Glu 
Al, S.r Ala III Trp Gin Gin Ala Ar g 0!u val Val Arg Pha As» Gly 
Lau Glu Asp Arg val His Val Lau Pro Gly Pro V.l Glu Thr Val Glu 
L eu £ Glu Gin val Asp III II. V,! sar Glu Trp Mat Gly Tyr Gly 
Leu l,u His Glu sar III Lau Sar ser val Lau His Al, Arg Thr Lys 
Trp Lau Lys Glu III Gly Lau Lau Lau Pro Ala sar Ala Glu Lau Pha 
II, Ala Pro \ll sar Asp Gin Met Lau Glu Trp Arg Lau Gly Pha Trp 
ser G>» III Lys Gin His Tyr lly Val Asp Mat Ser Cys Leu Glu Gly 
Pha Ala Thr Arg Cys Lau Met Gly His Ser Glu Ha Val Val Gin Gly 
2 S.r Gly Glu Asp III Lau Al. Ar g Pro Gin Arg Ph. Ala Gin Lau 
,1. Lau sar Ar g HI Gly Lau Glu Gin G!u Leu Glu Ala Gly val Gly 



1062 



1110 



1158 



1201 



3 



* 



Gly Arg Phe Arg Cys Ser Cys Tyr Gly Ser Ala Pro Met hIs Qly Phe 



Ala He Trp Phe Gin Val Thr Pne Pro Gly Gly Glu Ser Glu Lys Pro 



280 



Leu Va°i Leu Ser Thr Ser III Phe His Pro Ala Thr His Trp Lys Gin 



300 



111 Leu Leu Tyr Leu Asn Glu Pro Val Gin Vai Glu Gin Asp Thr Asp 



315 



Val Ser Gly Glu III Thr Leu Leu Pro Ser Arg His Asn Pro Arg Arg 



330 



345 350 



Leu Arg Val Leu Leu Arg Tyr Lys Val Gly Asp Gin Glu Glu Lys Thr 

355 360 365 

Lys Asp Phe Ala Met Glu Asp 
370 375 

<210> 3 
<211> 1128 
<212> DNA 

<213> Homo sapiens 

; 4 tg°tcgcagc ccaagaaaag aaagcttgag tcggggggcg gcggcgaagg -9999*9^ 

SgaUg aagatggcgc ggagcgggag £Hccct» agcgacc g ^c-ag ^ 

cgggaacggg accagctgta ct.cg.gtgc t.ctcgg.cg "tcgg J g || cagca 240 

atcgcggacc gcgtccgcac cgatgcctac cgcctgggtci Zt eatcttctqt 300 
ctgcgaggca agacggtact ggacgtgggc gcgggcaccg 9"ttctgag catcttctgt 

=== 5S= 32S3 gig g «; 1S 

ssss sssss s» Ei- b=s is 
ss: ssss ssss ssss fcss - 

tgcctggagg gcttcgccac gcgctgtctc atgggccact cggagatcgt tgtgcagg^ ^ 
ttgtccggcg aggacgtgct ggcccggccg ^agcgctttg ^cagctag 9 840 
gccggcttgg agcaggagct 99^99* 9^egggc jcttccgctg * ^ 9QQ 
ggctcggcgc ccatgcatgg <="tgccatc tggttccagg 9 ctggaa acag 960 

tcggagaaac ccctggtgct gtccacctcg ccttttcacc =99^ ttcaggagag 1020 
gcgctcctct acctgaacga gccggtgcaa gtggagcaag acacggacgt "caggag g 
atcacgctgc tgccctcccg gcacaacccc cgtcgcctgc 9cgtgctgct gcgctaca 
gtgggagacc aggaggagaa gaccaaagac tttgccatgg aggactga 

<210> 4 
<211> 304 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Consensus amino acid sequence 



neVo Thr Ser Tyr Asp He He Gly Asp He Val He Leu Asn He 

Pro Asp Glu Leu Arg Pro Tyr Arg Lys Val He Gly Glu Ala He Leu 

Lys Lys Thr Lys Lys Asn Glu Met Ala Val Val Lys Thr Val Leu Arg 
35 40 



4 



. Lys Gly Gly Glu Glu Asp Phe Glu Gly Leu Leu Gly Gl» Qly Tyr oly 

lie xL Gly Glu Tyr Arg Thr Arg Arg Glu Leu Leu Ala Gly Glu Lys 

Asp Ser Gly Glu Thr 111 Thr lie His Lys Glu Asn Gly Cys Arg Phe 

85 90 
L ys Leu Asp Val Ser Lys Val Tyr Phe Ser Pro Arg Leu Glu Gly Glu 

100 105 
Arg Glu Arg Leu Ala Lys Leu Val Lys Glu Gly Glu Val Val Val Asp 

120 125 



Met Phe All Gly He Gly Pro Phe Ser lie Pro lie Ala Lys His Ser 



Lys III Lys Arg Val Tyr Ala Val Asp Leu Asn Pro Glu Ala Val Lys 
iyr Leu Lys Glu Asn III Lys Leu Asn Lys Val Glu Asp Gin Pro Lys 
lie Gin Thr Val Val Asn Lys He lie III lie Leu Gly Asp Val Arg 



Glu Val He III Glu Lys Glu Ala Gly Val His Ser Leu Val Lys Leu 



185 



200 



205 



Val Val Ala Asp Arg Val He Met Pro Leu Pro Leu Ala Arg Val Gly 
Gin He Ser Ala His Glu Pne Leu Asp Lys Ala Leu Arg Lys Val Lys 
III Gly Gly lie Leu vfl Ser Val lie His Tyr Tyr Glu Phe Leu Pro 



Glu Lys Ala lie Pro Phe Leu Pro Val G~lu Arg He Lys Arg Ala Ala 
260 



265 270 



Glu Lys Glu Gly Val Lys Val Glu He Leu Lys Lys Arg Lys Val Lys 

Asn Tyr III Pro Gly Val Tyr III Val Val Leu Asp Ala Arg Val Asn 

295 300 



290 



<210> 5 
<211> 185 
<212> PRT 

<213> Artificial Sequence 
<220> 

<22 3> Consensus amino acid sequence 



; r o°Lp Lys Cys Thr Leu His Leu Thr Ala He Glu Asp Thr Gin Tyr 
Lys Asp Glu Lys lie Asn Phe Trp Asp Asp Val Tyr Gly Phe Asx Met 
Ser Cys Met Lys Asp Ala Ala lie Lys Glu Pro He Val Asp Pro Lys 
Tyr Asn His val Val Asp Pro Asn Gin He He Thr Asp Pro Cys Thr 
He Lys Glu Phe Asp Met His Thr Val Lys He Ser Asp Leu Glu Thr 



Phe Thr Ser Pro Phe Lys Leu Thr Val Lys Arg Asn Gly Met Leu His 

85 90 
Ala Phe Thr Ala Trp Phe Asp Val Tyr Phe Thr Ser Lys Arg Cys Ex. 



100 105 



Pro He Pro Glu Ala He Asp Lys Pro Val Gly Phe Ser Thr Gly Pro 



5 



120 125 



'Gin Ser Pro Tyr Thr His Trp Lys Gin Thr lie Phe Tyr Met Glu Asp 
Pro III Pro val Lys Thr Oil Asp Thr lie Glu Gly Ser lie Thr lie 



Ser Lys Asn Lys Lys Asn Asn Arg Asp Leu Asp He Thr Leu Ser Trp 



165 1™ 
Asn Val Asn Gly Arg Gin Asp Pro Thr 
180 185 



<210> 6 
<211> 129 
<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Consensus amino acid sequence 



H 4 is 0> ne Arg Met He Asn Asp val Lys Arg Asn Glu Ala Phe Ala Lys 

A la Leu Asn Asp Thr lie Lys Ser Arg lie Thr Val Val Phe Asp lie 

Gly Ser Gly Thr Gly He Leu Ser Ala lie Ala Ala Arg Lys Thr Asn 

Leu val Thr Ala Leu Glu Glu Asn Met Cys Leu Thr Met lie Ser Lys 

Olu Val Leu Lys Arg Asn Gly Val Glu Ser Arg Val Asn Val His Ala 

Us Asn Ser Thr Tyr Phe Glu Thr Cys Glu Lys Ala Asp He Val Val 

Ser Glu Thr Leu Asp Cys Cys Val Phe lly Glu Lys lie Val Glu Thr 

i no 105 
Phe Leu Asp Ala His Val Arg Phe Ser His Asp Arg Thr He Phe lie 



115 



120 



Pro 



<210> 7 
<211> 38 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Consensus amino acid sequence 



L ys 0 Thr Asp Glu Asp Tyr Tyr Tyr Phe Asp Ser Tyr Ala His Tyr Gly 

Ue His Glu Glu Met Leu Lys Asp Ser Val Arg Thr Glu Ser Tyr Arg 

20 25 
Asp Phe He Tyr His Asn 
35 



<210> 8 
<211> 39 
<212> PRT 



6 



, <213> Artificial Sequence 
<220> 

<223> Consensus amino acid sequence 
<400> 8 



Gin Asp Glu Glu Tyr Phe Gly Ser Tyr Gly Thr Leu Lys Leu His Leu 



5 10 
Glu Met Leu Ala Asp Gin Pro Arg Thr Thr Lys Tyr His Ser Val lie 

on 25 



20 

Leu Gin Asn Lys Glu Ser Leu 
35 

<210> 9 
<211> 196 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Consensus amino acid sequence 



Leu^rg Arg Gin Ala Ala lie Arg Thr Asp Ser Leu Asp Val Gin Gly 
Leu Gly Ser Arg Glu Asp Leu Leu Ser llu Val Ser Gly Pro Ser Cys 
Pro Leu Thr Arg Ser Ser Ser Phe Trp Gly Gly Ser Ser lie Gin Val 

Gin Gin Arg Ser Gly He Gin Ser Lys Val Ser Lys His lie Arg Leu 

55 

Pro Ma Pro Cys Pro Gly Leu Glu Pro Ser Trp Ala Lys Asp Pro Pro 
"u Thr Arg Ser Ser Leu Glu Leu Asp Thr Glu Leu Ser Tr P lie Ser 

OC 90 

Gly Asp Leu Leu Pro Ser Ser Gin Glu Glu Pro Leu Phe Pro Arg Asp 

i no 105 
Leu Lys Lys Cys Tyr Ser Val Glu Thr Gin Ser Cys Arg Arg Arg Pro 

Gly Phe Trp Leu Asp Glu Gin Arg Arg His Ser lie Ala Val Ser Cys 

L eu Asp Ser Gly Ser Gin Pro Arg Leu Cys Pro Ser Pro Ser Ser Leu 

150 Ibb 
III Gly Gin Pro Leu Gly Gly Pro Gly Ser Arg Pro Lys Lys Lys Leu 



165 "° 



Ser Pro Pro Ser He Ser He Asp Pro Pro Glu Ser Gin Gly Ser Arg 

180 185 
Pro Pro Cys Ser 
195 



7 



